Attachment 



SEQ ID NO 3: Wild-type glucanase from Teather et al, 1988. 

1 . 27 signal peptide sequence in the N-terminus (up-lined), which is not present in the truncated 
glucanase. 

2. catalytic domain of glucanase (shaded) that is important and essential for the catalytic 
activity of the enzyme. 

3. 78 residues (up-lined) are deleted in truncated glucanases (SEQ NO 1 & 2) at the C-terminus 



ATGAACATCAAGAAAACTGCAGTCAAGAGCGCTCTCGCCGTAGCAGCCGCAGCAGCAGCC 
MNIKKTAVKSALAVAAAAAA 20 



CTCACCACCAATGTTAGCGCAAAGGATTTTAGCGGTGCCGAACTCTACACGTTAGAAGAA 
LTTNVSAKDFS GAELYTLEE 40 

GTTCAGTACGGTAAGTTTGAAGCCCGTATGAAGATGGCAGCCGCATCGGGAACAGTCAGT 
VQYGKFEARMKMAAA SG TVS 60 

TCCATGTTCCTCTACCAGAATGGTTCCGAAATCGCCGATGGAAGGCCCTGGGTAGAAGTG 
SMFLYQNGSEIADGR P W V E V 80 

GATATTGAAGTTCTCGGCAAGAATCCGGGCAGTTTCCAGTCCAACATCATTACCGGTAAG 
DIEVLGKNPGSFQSN IITGK 100 

GCCGGCGCACAAAAGACTAGCGAAAAGCACCATGCTGTTAGCCCCGCCGCCGATCAGGCT 
AGAQKTSEKHHAVSPAADQA 120 

TTCCACACCTACGGTCTCGAATGGACTCCGAATTACGTCCGCTGGACTGTTGACGGTCAG 
FHTYGLEWTPNYVRWTVDGQ 140 

GAAGTCCGCAAGACGGAAGGTGGCCAGGTTTCCAACTTGACAGGTACACAGGGACTCCGT 
EVRKTEGGQVSNLTGTQGLR 160 

TTTAACCTTTGGTCGTCTGAGAGTGCGGCTTGGGTTGGCCAGTTCGATGAATCAAAGCTT 
F N L W S S E S A A W V G Q F D E S K L 180 

CCGCTTTTCCAGTTCATCAACTGGGTCAAGGTTTATAAGTATACGCCGGGCCAGGGCGAA 
PLFQFINWV K V Y K Y T P G Q G E 200 

GGCGGCAGCGACTTTACGCTTGACTGGACCGACAATTTTGACACGTTTGATGGCTCCCGC 
GGSDFTLDWTDNFDTFDGSR 220 

TGGGGCAAGGGTGACTGGACATTTGACGGTAACCGTGTCGACCTCACCGACAAGAACATC 
WGKGDWTFDGNRVDLTDKNI 240 

TACTCCAGAGATGGCATGTTGATCCTCGCCCTCACCCGCAAAGGTCAGGAAAGCTTCAAC 
YSRDGMLILALTRKGQESFN 260 



GGCCAGGTTCCGAGAGATGACGAACCTGCTCCGCAATCTTCTAGCAGCGCTCCGGCATCT 
GQV PRDDEPAPQSSSSAPAS 280 



TCTAGCAGTGTTCCGGCAAGCTCCTCTAGCGTCCCTGCCTCCTCGAGCAGCGCATTTGTT 
SSSVPASSSSVPASSSSAFV 300 



CCGCCGAGCTCCTCGAGCGCCACAAACGCAATCCACGGAATGCGCACAACTCCGGCAGTT 
PPSSSSATNAIHGMRTTPAV 320 



GCAAAGGAACACCGCAATCTCGTGAACGCCAAGGGTGCCAAGGTGAACCCGAATGGCCAC 
AKEHRNLVNAKGAKVNPNGH 340 
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AAGCGTTATCGCGTGAACTTTGAACACTAA 
KRYRVNFEH* 



349 



SEQ ID NO 11: 



78 residues composed of PXSSSS repeats and a basic terminal domain (BTD) (shaded) at the C- 
terminus of wild-type glucanase (SEQ ID: No 3 from Teather et al) are deleted in TF-glucanase 
(SEQ ID: No 1) and PCR-TF-glucanase (SEQ ID: No 2) 



CAATCTTCTAGCAGCGCTCCGGCATCT 
QSSSSAPAS 280 



TCTAGCAGTGTTCCGGCAAGCTCCTCTAGCGTCCCTGCCTCCTCGAGCAGCGCATTTGTT 
SSSVPASSSSVPASSSSAFV 300 



CCGCCGAGCTCCTCGAGCGCCACAAACGCAATCCACGGAATGCGCACAACTCCGGCAGTT 
PPSSSSATNAIHGMRTTPAV 320 



GCAAAGGAACACCGCAATCTCGTGAACGCCAAGGGTGCCAAGGTGAACCCGAATGGCCAC 
AKEHRNLVNAKGAKVNP N G H 340 



AAGCGTTATCGCGTGAACTTTGAACACTAA 
K R Y R V N F E H * 349 



14 



